group haplotype sharing was observed. These data once again underline the extremely high genetic diversity of the Caucasus people as result of a very complex population history. Nasidze and his coauthors confirmed their previous findings that Indo-European-speaking Armenians and Turkic-speaking Azeri are more closely related genetically to Caucasian-speaking groups in the Caucasus than to other Indo-European-speaking and Turkic-speaking groups. The language shift in the Caucasus, which Nasidze's previous work already had highlighted, was confirmed with this study. However, in contrast to his previous work using solely HV1, these whole mtDNA genome data now indicate some maternal genetic relationship between Turks and Azeri (both Turkic-speaking groups) suggesting that the language shift in the Azeri probably did involve some maternal gene flow from Turks. Hence, applying current next generation sequencing technology to anthropological questions, Nasidze with this work partly confirmed his earlier findings but also revealed new insights into the human genetic history of the Caucasus. Moreover, this study shows, as may be expected, that individuals with identical HV1 sequence are clearly differentiated based on their whole mtDNA genome data, which has significance for anthropological and also forensic studies.
I will miss Vano as a friendly and cooperative colleague who was deeply committed to explore the genetic history of the Caucasus peoples with various molecular approaches (including Y-chromosomal and autosomal DNA variation). I sincerely hope that Dr. Ivan Nasidze will be remembered for his important contributions to the investigative genetics and the molecular anthropology of the Caucasus for a long time to come.
